ABSTRACT Shigella is a genus of Gram-negative enteric pathogenic bacteria which has four species, Shigella dysenteriae, S. flexneri, S. boydii, and S. sonnei. Shigella species are clinically important bacteria because they cause shigellosis or dysentery. Here we report the genome sequences of 72 Shigella isolates from these four species.
B
acteria of the genus Shigella, which have been studied for more than 100 years, are foodborne and waterborne enteric pathogens that cause shigellosis or dysentery and are still a global health problem, particularly in developing countries (1) (2) (3) . The four species of Shigella, namely, Shigella dysenteriae, S. flexneri, S. boydii, and S. sonnei, were identified by serotyping and biochemical differences (4, 5) . Elucidation of the evolutionary relationships among the Shigella species was made possible by DNA sequencing of eight housekeeping genes that led to the finding that most Shigella serotypes belong to one of three main phylogenetic groups, while S. sonnei and some S. dysenteriae serotypes lie outside these three groups (6) . Subsequent studies led to molecular serotyping based on DNA sequences of genes coding various O antigens (7) . In an earlier study, we used phenotypic microarray analysis to identify a distinguishing phenotype in Escherichia coli O157:H7 from the 2006 spinach outbreak (8) . In continuation of that effort to find new metabolic phenotypes in the genus Shigella, which could distinguish the four species, we sequenced the genomes of 72 Shigella isolates in order to identify the genetic basis of such phenotypes; the genomic sequences are reported here.
The 72 Shigella isolates, which include members of the species S. dysenteriae (n ϭ 16), S. flexneri (n ϭ 22), S. boydii (n ϭ 17), and S. sonnei (n ϭ 17), are listed in Table 1 with their molecular serotypes and phylogenetic groups. Single-colony cultures of these isolates were grown overnight with shaking in LB liquid medium at 37°C, and 1 ml of these cultures was used to extract total genomic DNA using the DNeasy blood and tissue kit (Qiagen, Hilden, Germany) and the Qiagen QIAcube instrument following the manufacturer's Gram-negative bacteria protocol. Sequencing libraries were prepared with 1 ng of DNA using the Nextera XT DNA sample prep kit (Illumina, San Diego, CA, USA) and sequenced on the Illumina MiSeq platform. The resulting 2 ϫ 250-bp pairedend reads were quality controlled using FastQC, trimmed and adapter sequences removed by Trimmomatic, and de novo assembled using SPAdes 3.8.2 (9, 10) . Additional adapter trimming after assembly was performed on a few contigs after identification by NCBI.
The average genome coverages ranged between 25ϫ and 489ϫ, with the genome sizes ranging from 4,024,324 bp to 4,917,633 bp, and the overall average GϩC content was 50.7%. The number of contigs ranged from 362 to 968, while the N 50 values ranged from 10,575 bp to 35,986 bp. Molecular serotyping was performed by BLAST analysis using the wzx, wzy, and fliC loci. Strains classified as S. flexneri were subtyped by BLAST using the gtr1, gtr2, gtr4, gtr5, gtrX, oac, and opt loci. Data availability. The draft genome assemblies were deposited in DDBJ/ENA/ GenBank through the FDA's GenomeTrakr pipeline under BioProject accession number PRJNA273284 with the accession numbers shown in Table 1 . The versions described in this announcement are the first ones. All annotations were done by using the NCBI PGAP pipeline (11) .
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